Material and Methods
in Queen's lysis buffer (Seutin et al. 1991 ) and stored at -20°C. Individuals were sexed by PCR Cornell University (see Elshire et al., 2011) . Three individuals were removed due to the 1 5 4 extremely low number of reads obtained (Sup. Table 1 ). Raw reads were trimmed with of creating consensuses directly from data as in (Bourgeois et al. 2013) . We then aligned contigs v.3.2.4) using LASTZ (Schwartz et al. 2003) . SNPs were called using freebayes (v0.9.15-1) and 1 6 1 filtered with VCFTOOLS (0.1.12b) using the following criteria for autosomal markers: i) a mean 1 6 2 sequencing depth between 8 and 100X; ii) a minimal genotype quality of 20; iii) no more than 9 1 6 3 missing genotypes. For Z-linked markers, we first called SNPs on males and females and Large chromosomal rearrangements are powerful drivers of differentiation, since they prevent al. 2011), and these rearrangements have been predicted to be favored by isolation and secondary Z chromosome and possibly large-scale genomic rearrangements (Ellegren et al. 2012 ).
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Demographic analyses suggest that diversification in Zosterops borbonicus has taken place in a adaptation once populations became more connected. This is remarkable since most studies have by birds (Cornuault et al. 2015) and colour variation seems to be under strong selection. White-Eye is needed to quantify the extent of assortative mating, parental imprinting, intrinsic 4 6 2 incompatibilities, and how these factors interact in this system (Pryke 2010; Seehausen et al. The role of selection and historical factors in driving population differentiation along an 4 8 7 elevational gradient in an island bird. J. Evol. Biol. 1-13. Ltd. Ellegren, H., L. Smeds, R. Burri, P. I. Olason, N. Backström, T. Kawakami, A. Künstner, H. Mäkinen, K. Nadachowska-Brzyska, A. Qvarnström, S. Uebbing, and J. B. W. Wolf. 2012. The genomic landscape of species divergence in Ficedula flycatchers. Nature 491:756-60. Elshire, R. J., J. C. Glaubitz, Q. Sun, J. A. Poland, K. Kawamoto, E. S. Buckler, and S. E. Diversity Species. PLoS One 6:e19379. Demographic Inference from Genomic and SNP Data. PLoS Genet. 9. Publishing Group. Biol. Sci. 267:1649-1655. between populations using sequencing of pooled DNA samples (Pool-Seq). Bioinformatics 27:3435-6. Li, H., B. Handsaker, A. Wysoker, T. Fennell, J. Ruan, N. Homer, G. Marth, G. Abecasis, and R. markedly stronger reproductive isolation. Nat. Commun. 5:4743. Nature Publishing Group. Mascarene grey white-eye (Aves: Zosterops borbonicus). BMC Evol. Biol. 10:158. nucleotide substitution in TYRP1 with roux in Japanese quail (Coturnix japonica). Anim. Genet. 38:609-13. a neo-sex chromosome in birds. Heredity (Edinb). 108:264-272. Nature Publishing Group. Genet. 2:2074-2093. Pryke, S. R. 2010. Sex chromosome linkage of mate preference and color signal maintains Qvarnström, A., and R. I. Bailey. 2009. Speciation through evolution of sex-linked genes. Res. 103-107. Analysis (PCA) on autosomal GBS data. A: For each locality, the sample sizes for the individual 6 5 6 GBS dataset is followed by the sample size for each pool. In the three populations found at high 6 5 7 elevation, the size of pools is given for grey + brown individuals. B: PCA results including 6 5 8
Mauritius (left panel) and without Mauritius (right panels). Points corresponding to high 6 5 9 elevation individuals (light green) were removed on the last three panels for better clarity. POPTREE2 analysis obtained from 20,000 markers randomly sampled from pooled data. Branch 6 6 5 support was obtained from 1,000 bootstraps. for autosomal markers (GBS data). Figure S5 . Plot of the expected proportion of divergent W copies in RAD-seq pools v. elevation. copies: Kruskal-Wallis test, P-value=0.58. permutations). terms are shown. 
